To establish a genotypic database for dinucleotide repeat marker loci in the Japanese population, we determined allelic frequencies of 12 such markers on chromosome 13 and compared them with data from Gaucasians in the GDB archive. The average heterozygosity (79%) for the 12 loci was the same for the two populations. However, allelic distributions at two of the marker loci were quite different. These data will be useful for disease studies in the Japanese population that involve linkage or sibship-pair analyses, or association studies.
INTRODUCTION
Thousands of polymorphic microsatellites in the human genome, including the 5,264 dinucleotide repeat markers covering all chromosomes reported by Dib et al. (1996) , have been isolated and mapped. These markers have contributed to many investigations of disease-associated genes through genetic linkage analyses, sib-ship pair analyses, and association studies, and also have useful applications in the field of legal medicine.
Genotypic information derived from normal individuals, such as allelic frequencies and/or heterozygosity data with respect to multiple polymorphic marker loci, are indispensable for these purposes. However, as most of the data archived before now have been derived from Caucasians, no such database exists for the Japanese population except for some markers that are used for legal medicine. To construct a comprehensive database for this country, we have been performing genotypic analyses on chromosomes of 32 unrelated Japanese individuals who are free of inherited disease. In this paper, we report data for 12
dinucleotide-repeat markers on chromosome 13.
MATERIALS AND METHODS
Genomic DNAs were extracted of 32 normal Japanese people, according to methods described previously (Sato et al., 1990) . The Perkin-Elmer "Linkage Mapping Set" provided pairs of fluorescently labeled primers for genotyping, and PCR amplifications were carried out according to the manufacturer's instructions. Electrophoresis was performed with an ABI 377 DNA Sequencer; the data were extracted by "Gene Scan Analysis" software and analyzed by the "Genotyper" program (Perkin-Elmer).
Genotypic data for each marker, derived from Caucasians, were obtained from the GDB (http://gdbwww.gdb.org). Data derived from a control individual were obtained from the CEPH database (http://www.cephb.fr).
RESULTS AND DISCUSSION
Figure l shows representative data displayed by the Genotyper software. Using this method, we determined allelic sizes among 32 normal Japanese individuals for each of 12 dinucleotide repeat marker loci on chromosome 13, and calculated heterozygosity and allelic frequencies for each locus. Heterozygosities in our test population varied from 0.56 (D13S175) to 1.00 (D13S153), with a mean value of 0.79. Allelic frequencies and heterozygosity for each marker locus are summarized in Table 1 .
To compare our data for Japanese with those of Caucasians, we consulted the GDB database. Since the primer sets for PCR amplification of some dinucleotide repeat loci had been redesigned by the supplier (Perkin-Elmer), we adjusted allelic sizes in the GDB to our system on the basis of data from a known individual in the CEPH database. The adjusted data are reflected in Table 1 .
We anticipated that heterozygosities might be lower in our test group because the Japanese population is genetically more homogeneous than Caucasian populations. However, we found no significant differences in heterozygosities or numbers of alleles for most of the 12 markers examined; exceptions were differences in heterozygosity > 15% at two of the loci (100% for Japanese vs 81% for Caucasians at D13S153, and 56% vs 76% at D13S175). However, the distribution of alleles at some marker loci did vary significantly between the Japanese and Caucasian groups. For example, 104-bp and 106-bp alleles accounted for three-fourths of all alleles at locus D13S265 in Japanese but <10% in Caucasians. Similarly, the 138-bp, 140-bp, and 142-bp alleles at D13S170 covered nearly 50% of the total in Japanese, but in Caucasians these three alleles accounted for only 6%. These data suggest that in terms of allelic distributions at microsatellite loci, Japanese people are as heterogeneous as Caucasians.
Jpn J Human Genet families carrying genetic diseases, particularly homozygosity mapping, sibship-pair analyses, and association studies, allelic distributions should influence the calculations. Hence, to investigate genes related to diseases in Japanese families, it is crucial to establish a database of allelic distributions for polymorphic DNA markers, including microsatellite markers, in the appropriate population. Our ultimate goal for this project is to establish a Japanese genotypic database that will include hundreds of markers on all chromosomes. The results reported here are the first step toward this aim.
